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Ancient mitogenomes reveals Holocene human population history
in the Nenjiang River valley
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Abstract: The Nenjiang River valley is one of the most important settlements for ancient
Chinese people in northeast China. Archaeological research demonstrates that the inhabitants
had practiced mixed hunting—gathering—fishing since the Neolithic Age, only began to engage
in animal husbandry and limited millet cultivation until the late Neolithic Age and early Bronze
Age. A problem remained about whether it was a transfer of culture and technology or if it

involved the migration of people who experimented with animal husbandry and limited millet
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cultivation and then brought them to Nenjiang River valley. Here we successfully sequenced 24
complete mitochondrial DNA genomes of 11000 to 2000-year-old humans from the Nenjiang
River Valley. The results show that the Bronze / Iron Age populations of Nenjiang River valley
matrilineal received partial contribution from the populations of the West Liao River, despite
some level of continuity between Neolithic Age groups and Bronze / Iron Age. Combining
paleoclimatology, archaeology, and linguistics, we estimate that the ancient people of West Liao
River had migrated to the Nenjiang River valley carried their cultural techniques and languages

between 4,000 and 3,000 years ago.

Key word: Nenjiang River valley; Ancient DNA; Mitogenomes; Genetic Structure
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Tab.1 The archeological information of samples in this study

BUi iy AR (cal BP) FEAHR (4D FRSH IR
JEEARNL B 11000-6000 6 [8]
LR /R 5500-5300 1 [9]
3 IR AR
AR IV AL 5500-5300 1 [9]
LSRR pu:#I 4000 4 [7]
JE BRI 4000-2000 6 [8]
ORI R HE gL 2500-2000 2 [16]
AR A A
" PR 5% T 2 Ly 2000 3 [91
FLA /R IBIE 2000-2200 1 [91
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Tab.2 The results of mitogenomes of ancient individuals of Neijiang River in this study

HEARRS RSN LA TR LR AR e LR LA
HT-M45 JEEARL g 853.3641 0.008 D4h1+12396C
HT-M89 JEEARL g 68.0831 0.016 A+152C
HT-MS80 JREA g 55.223 0.012 D4e5a
HT-M91 A AR 28.4945 0.032 Yla
HT-M54A JE BRI 1 21.8996 0.058 Bécla2
HT-M9%4 JE B AR 3tk 47071 0.037 D4clb
HQHM2 WA 8 52.0482 0.008 D4clb
HQHM3 WA 8 hl 17.6003 0.009 D4j
HQHM4 YR 8 hl 59.4463 0.022 D4b2a
HQHMS5 PR g L 20.8831 0.016 D4
ZLNR-2 SLER /R 16.6342 0.014 Cs
WQM4 Tttt 16,9741 0.015 C4ala
HT-M74A JE B AL 8k 72.9727 0.019 C4a2al
HT-M25B JEEARNL g 46.2914 0.034 D4c2b
HT-M69B JEEARNL g 44.3536 0.092 G2al
HT-M74B JE BRI g 30.9066 0.017 G2al
HT-M69A JEBEA gt 23.8907 0.046 Bécla2
HT-M69C SR AR it 5.6121 0.042 Flble
DGDM104 Kt Ak 59.44631 0.026 M8*
DGDM105 Koty stk 20.883 0.01 D4m
ZLNR-1 FL AR 5.7467 0.012 N9a9
MGS-M6 PN 5 B g L 19.3666 0.009 C5al
MGS-M7L REFuyEyil 22.2542 0.006 Z3al
MGS-M7R PN 5 B g L 33.9752 0.015 C4alada
| [
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2 BOTRBEHRARSAEME R EIMRABFLN AR EEIRREE
Fig.2 Relationship between ancient NenJiang River populations and other populations based on haplogroup
frequencies
REALAR N 5 LT, GAARFR N BAE BUAE, ANIRIEEACR AN I LR A4 BT // The abscissa is the comparison

populations, and the ordinate is the frequency of haplogroups. Different colors represent different haplogroups of mitochondria DNA
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